phosphate buffer, pH 7.4, 0.75 M NaCl, 10% NBCS, and 0.5% Tween 20. One hundred microliters of supernatant were used for each PLIA reaction well. PLIA was performed as 4 previously described (1) . An additional one hundred microliters was used for the detection of antibody using ELAVIA-Ac, Ab, Ak 2 (BioRad, Marnes La Coquette, France). All reactive specimens were confirmed by Western-Blot assay (New LAV Blot 1 and 2, BioRad, Marnesla-Coquette, France) using 2 ml of supernatant for the detection of antibodies (Fig. S5) . The sequence-positive samples from each of the other three Bioko species were also tested by Western-Blot assay (Fig. S6) . We used the Single Break-Point (SBP) analysis (3), on the Datamonkey webserver (S. Pond, http://www.datamonkey.org) to test for recombination in the short pol gene fragment. We found that a significant signal of recombination was eliminated by the removal of SIVsab, a known recombinant, so this virus was removed for all subsequent analyses.
We used the BEAST package of programs (A.J. Drummond and A. Rambaut, http://beast.bio.ed.ac.uk, version 1.5.4) for Bayesian MCMC analysis of our molecular sequences. We used BEAUTi v1.5.4 to generate BEAST XML input files, specifying an uncorrelated lognormal-distribution 'relaxed' molecular clock model (4 to summarize, analyze, and visualize the resulting posterior sample. TreeAnnotator was used to generate a maximum clade credibility (MCC) tree to summarize the sample of trees produced by each BEAST run. Posterior summaries were calculated for the nodes in the MCC tree that had posterior probability greater than 0.5. The maximum likelihood tree in Bootstraps were performed using neighbor-joining searches with ML distances under the same subsitution model as used for the ML tree search. The tree is midpoint rooted. 
